. Distribution of the difference in the viral load between HLA homozygous individuals and an equal number of randomly sampled HLA heterozygous individuals (1000 times). The viral load in HLA-B or HLA-C heterozygote individuals were always less compared to homozygote ones, while the same was not true for HLA-A. Fig. S2 . Comparison of the set point viral load between individuals who are heterozygous for HLA-C only (N = 110), for HLA-B only (N = 295) and for both 368) . P values from Wilcoxon rank sum test are shown. Table S2 . The HLA-A alleles represented in the dataset. There were 37 alleles at 4digit resolution for the HLA-A gene represented in our dataset, which were predicted to bind a varying number of HIV-1 peptides (40 + 11). Table S3 . The HLA-C alleles represented in the dataset. There were 27 alleles at 4digit resolution for the HLA-C gene represented in our dataset, which were predicted to bind a varying number of HIV-1 peptides (50 + 5). HLA-C 0.018 0.003 Table S6 . We constructed a linear model that included the number of HIV-1 peptides b o u n d b y i n d i v i d u a l ' s H L A -A , H L A -B a n d H L A -C m o l e c u l e v a r i a n t s a s 3 p r e d i c t o r variables and the viral load as dependent variable. The β-coefficient of HLA genes shows the strength of the effect of the number of HLA-bound peptides on the viral load in an individual.
HLA allele Number of bound HIV peptides

Number of HLA-bound peptides
Locus β-coefficient P-value HLA-A -0.003 7.8x10 -6
HLA-B -0.012 1.3x10 -45
HLA-C -0.002 0.01
